Supplementary
: Dot-Blot screening for a high preColD-expressing X33 strain.
Selection was performed using a cMyc antibody. The selected strain used in this publication was #7. Samples were taken before induction (BI) and after 24 and 48 hours of induction. When dialyzing the protein with a 30 kDa cutoff membrane, this contaminant was removed.
-4 -Supplementary Figure S3 . Fit of the CD spectra of preColD in 4M urea buffer (left) and 0M urea buffer (right) to reference spectra using the K2D3 database (29). Input in red, prediction in green. The structure prediction determines a secondary structure content of 63.89% alpha helix / 12.28% beta sheet for the protein in 4M urea and 62.92% alpha-helix / 11.67% beta sheet for 0M urea. Both fits show a significant distance to the closest spectrum in the database, suggesting that the error of the structure prediction is large.
